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1. Introduction
High throughput screening (HTS) has evolved as an indispensable aspect of drug discovery,
whereby small organic molecules are identified as potential therapeutics or as probes to aid
in the understanding of biological processes. Large screening endeavors tend to encompass
massive collections of compounds, which may exhaust resources in terms of time, effort and
reagent. As such, it is imperative to firmly validate any assay prior to implementation in HTS.
The validation process should be able to discern the robustness and reliability of the assay. In
this chapter, we intend to discuss statistical and data visualization approaches as well as factors
to consider for predicting a successful HTS campaign.
1.1. HTS assay validation
In the past several decades, HTS has evolved to such an extent that a considerable array of
assay types can be successfully implemented [1, 2]. The wide spectrum of biochemical assays
includes enzymatic reactions, and interaction studies among proteins, peptides, oligonucleo‐
tides and ligands. With the rapid progression of cellular engineering, cell-based assays have
become predominant in HTS facilities, with most of the assays performed to detect cytotoxicity,
reporter gene activity, or other phenotypic changes in response to compound treatment [3-5].
Substantial effort and time can go into assay development, which may not be necessarily
amenable for HTS. Often times, assays need to be adapted to smaller volumes in a process
known as assay miniaturization, whereby experiments are conducted in microtiter plates of
high density, typically in a 96-, 384- or 1536-well format [6]. The driving force behind minia‐
turization is the generation of large data sets in a fast and efficient manner, while reducing
reagent consumption and space. Moreover, the experimental protocol might have to be
modified to accommodate instrument availability, automation capabilities, reagent stability,
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and screening duration among others. Therefore, assays designed in a basic research labora‐
tory may not necessarily perform to the same standards as those in HTS.
Assay validation ensures that assays meet certain criteria for effective execution during HTS
campaigns. Even though assay validation is not universally applied, it is a crucial step that
should not be overlooked. The advantages and benefits include:
• A priori knowledge of an inadequate assay can reduce the chances of a failed HTS endeavor,
which could signify tremendous waste of resources, time and effort.
• The information generated during assay validation can be valuable for assay improvement.
• The assay validation report provides confidence in the assay and serves as a standard for
further studies, particularly when working with teams of various scientific backgrounds.
• When dealing with different reagent batches throughout the venture, assay validations
serve as an important quality control checkpoint to ensure consistency.
1.2. Instrumentation in HTS
Specialized instrumentation is needed to run HTS, many of which have direct and significant
impact on the quality of the data. The most basic setup includes various liquid handling devices
and plate readers, all of which being potential sources for poor assay performance if not
appropriately maintained and utilized. In addition, peripheral components such as tempera‐
ture-controlled incubators can have a detrimental effect on assay quality. Therefore, it is
imperative to consider these technologies during assay validation.
One of the most commonly used liquid handlers is the bulk liquid dispenser, which is generally
utilized to deliver single assay component at a time, quickly and uniformly across the wells
on a plate [7]. Compound delivery in smaller volumes is accomplished using transfer devices,
which is an umbrella term for instrumentation that encompasses a wide range of technologies
and capabilities.
The plate reader is a specialized device capable of acquiring spectroscopic signal relatively fast
with minimal user intervention. The raw data can be conveniently created in a matrix format
following the layout of the type of microtiter plates utilized, which facilitates subsequent data
analysis. Several typical detection modes provide the scientist with vast flexibility in assay
development, including absorbance, fluorescence intensity, fluorescence polarization/
anisotropy (FP/FA), fluorescence resonance energy transfer (FRET), time-resolved FRET (TR-
FRET) and luminescence. Even though endpoint detection (i.e. a single value per well) is
commonly employed, wavelength scans (in the case of absorbance and fluorescence intensity)
or kinetic analysis are possible. Because of increased sensitivity and robustness, filter-based
detectors are preferable to devices employing monochromators, the latter one needed when
wavelength scanning is required.
The incubator is an integral part of fully-automated robotic decks, where it is being used to
store microtiter plates, pipette tips and other labware. Incubators with capabilities for con‐
trolling temperature, humidity, carbon dioxide and nitrogen content are particularly prone to
cause artifacts or affect negatively the assay signal. This is largely observed in assays where
the signal increases over time, such as cell-growth, reporter-based and enzymatic assays.
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2. Protocol of a typical assay validation
A typical assay validation process consists of multiple major components such as repeating
the assay of interest on multiple days with the proper experimental controls, verifying the
optimum assay conditions using the high throughput instruments in subject and exploring the
overall assay quality with various statistical metrics and visualization tools. A reference
commonly-used by many HTS facilities is the HTS Assay Validation guidelines provided in
the Assay Guidance Manual by Eli Lilly & Company and the National Center for Advancing
Translational Sciences [8]. Here, we review the contents of a typical assay validation report
and highlight the significance of this information for a successful assay performance in high
throughput format.
As with any other scientific experiments, maintaining detailed documentation of the assay
validation experiments is of high importance to achieve maximal reproducibility in the
proceeding screening campaign. For this purpose, generating a validation report for each
project in a standard format, such as in a spreadsheet format with multiple tabs, is an adequate
way to organize and store project-specific information as well as the numerical data and its
analysis in a single file. The report generally consists of the following sections.
• Biological significance of the target and the goal of the assay
• Description of positive and negative assay controls
• Details of the assay protocol in manual mode (i.e. off-deck and non-high throughput format),
which include assay design, known bottlenecks and references
• Details of the automated assay protocol (i.e. high throughput format)
• Automation flowchart, which is a graphical layout of the different operational steps, such
as dispensing, incubation, compound-transfer (“drugging”) and plate reading
• Automation instruments (manufacturer, model, instrument parameters)
• Reagent details (vendor, catalog number, lot number, cost, storage conditions, sensitivity to
light/temperature, shelf life, preparation)
• Cell line details (if applicable) (source, catalog number, phenotype, passage number, split
ratio, media, culture protocol)
• Analysis details (readout, hit cut-off, normalization method)
• Raw data and statistical analysis of the validation experiments
The assay validation experiments are conducted on three different days with three individual
plates processed on each day (Figure 1). Each plate set contains three layouts of samples that
mimic the highest, medium and lowest assay readouts (hereafter defined as “high”, “medium”
and “low” signals), while ideally retaining biological relevance. The “high” and “low” signal
samples are typically chosen to be the positive and negative controls, so that the upper and
lower boundaries of the assay readout (i.e. signal window) are assessed as part of the validation
process. In an inhibition or antagonistic assay (“signal-decreasing” assay), the “low” signal
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would correspond to the response by the positive control. In contrast, the “high” signal would
represent that of the positive control in experiments involving activators or agonists (“signal-
increasing” assay).
On the other hand, the “medium” signal sample needs to lie between the controls in the activity
plot and possesses a crucial role to determine the capacity of the assay to capture “hit”
compounds during the screen. The “medium” signal is often obtained from a sample at a
concentration that results in the EC50 of the positive control compound. Additionally, the
“high”, “medium” and “low” signal samples are distributed within plates in an interleaved
fashion, such that each of the three plates processed on each given day contains samples in
different column-wise order: “high-medium-low” (plate 1), “low-high-medium” (plate 2) and
“medium-low-high” (plate 3). In order to capture the full characteristics of the assay, it is
important to prepare fresh set of samples on each day and to avoid introducing any additional
variables between experiments.
 
Figure 1. Standard assay validation protocol
With the above-mentioned procedure, three major aspects are aimed to be addressed at the
end of the validation process. While the statistical analyses of the “high”, “medium” and “low”
signals provide substantial information about the overall magnitude and tightness of the assay
control data, they also give an idea of the potential plate-to-plate and day-to-day variations.
The interleaved plate setup substantially helps to capture any positional effects that may be
caused by the incubation conditions such as edge effects, or by other systematic factors such
as drift.
To perform the quantitative assessment of the assay quality, several statistical tests are
conducted on the validation data. Primarily, Z’-factor is a well-accepted dimensionless
parameter used to calculate the signal separation between highest and lowest assay readouts
taking the signal means and standard deviations (stdev) into account under the assumption
of normality [9]. Likewise, signal window is computed as another metric of the range of
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controls. While the Z’-factor and signal window are the most common parameters for overall
assay quality measurements, the “high”, “medium” and “low” signal trends can also be
captured by their respective signal averages, standard deviations and the coefficient of
variations (CV).
Z'-factor = 1 - 3 x (stdev(Shigh) + stdev(Slow))/ nmean(Shigh) - mean(Slow) (1)
Signal Window = (mean(Shigh)- mean(Slow))- 3 x (stdev(Shigh) + stdev(Slow))/ nstdev(Shigh)
n
(2)
CV = stdev(S))/ nmean(S) (3)
where, n is the number of replicates of the test compounds in the actual screen.
Besides passing the visual examination for any systematic errors, the data collected from the
3-day validation experiments needs to quantitatively meet the minimum quality requirements,
which are evidently set in the HTS Assay Validation guidelines [8]. According to these criteria,
the CV values of the raw “high”, “medium” and “low” signals are required to be less than 20%
in all nine plates. If the “low” signal fails to meet the CV criteria in any of the plates, then the
standard deviation of the “low” signal has to be less than the standard deviations of the “high”
and “medium” signals within that plate. Also, the standard deviation of the normalized
(percent activity) “medium” signal is supposed to be less than 20 in plate-wise calculations.
By nature, Z’-factor is a parameter that ranges between 0 and 1, with 1 indicating a perfect
assay. For validation purposes, achieving a Z’-factor of greater than 0.4 or a signal window
greater than 2 in all plates is considered acceptable.
Percent Activity = Si - mean(Slow)mean(Shigh)-mean(Slow) x100 (4)
3. Plot interpretation
A very useful and informative way to monitor assay quality is to utilize scatter plots. The left
charts in Figures 2 and 3 are such examples (using simulated data), with each plot corre‐
sponding to a single 384-well plate, where the values are extracted in a row-wise fashion to
generate the order of the data points in the plot (i.e. from well position A1 to A24 followed by
B1 to B24, and so on). In this particular case, the “high”, “medium” and “low” signals are
represented in green, pink and blue, respectively. The charts on the right side are the combined
representations of all 9 assay plates in a typical assay validation, grouped in sets of 3 plates in
3 different days (vertical gridlinesdenote data from individual 384-well plates): for each of the
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3 types of signals (i.e. “high”, “medium” or “low”), the values were extracted in a column-
wise manner.
When troubleshooting, these plots can provide valuable information that can lead to the cause
of the problem. Patterns created by these data points can be normally ascribed to specific
causes. The most typical ones are:
• Figure 2A: This is one of the most common cases of edge-effect, where the outer rows of the
assay plate display the highest signal, with decreasing intensity moving towards the center
rows. This is due to temperature gradients, where the biological activity (e.g. enzymatic
activity or rapid growth of bacteria expressing reporter genes, typically in assays with
shorter incubation time) is higher at the more elevated temperature of the outer wells. The
bowl-shaped effect can be upside down, in which case evaporation in the outer wells due
to prolonged incubations lowers the intensity, being commonly seen in assays involving
slow-growing cell (typically in assays with extended incubation time).
• Figure 2B: Edge-effect with a linear profile, with the highest intensity observed in the last
row.
• Figure 2C: Another edge-effect profile, with the intensity values decreasing from the first
column to the last.
• Figure 2D: Linear edge-effect, with the highest signal observed in the last column.
• Figure 3A: The lack of consistency in reagent preparation for each run leads to variations in
signal intensity for the cumulative data points. In this specific example, there is uniformity
in all three assay plates for a given run, but inconsistencies are observed among experiments
performed in the three separate days. Batch to batch variation is typical when dealing with
cell-based assays, particularly with transient transfection. Enzymatic assays with substrate
concentrations at or below the Km are markedly sensitive to small concentration changes.
Reagent instability during long-term storage can also lead to signal heterogeneity. These
issues might not be of great concern if the signal window is adequate and the signal is
normalized to internal controls (“in-plate controls”). It is therefore important to include such
internal controls in each plate.
• Figure 3B: Pintool devices are commonly found in screening facilities, which are utilized to
transfer compounds from a compound stock plate to the assay plate. It is a contact-based
liquid handler, requiring direct physical contact with the fluid to be transferred. As such, it
is susceptible to cross-contamination if compounds adsorb avidly at the pins, or if the
washing steps between transfers are not adequate. The assay validation protocol described
in this chapter makes use of compounds arranged in three different layouts, so pins exposed
to compounds in the first plate (corresponding to columns with “low” or “medium” signals
in an inhibition/antagonistic assay) can release the chemicals in the second or even third
plate, affecting mostly the “high” signal corresponding to columns with negative control
(dimethyl sulfoxide, DMSO). The opposite effect would be observed in experiments with
agonistic mode. During screening, normally the same well positions for all plates are
allocated for control compounds, so carry-over in this instance is not relevant. However, it
is an indication that the pin washing protocol may not be appropriate for the compounds
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to be screened. In addition, compound build-up at the pins due to inappropriate washing
can affect the signal quality of the controls over time (as discussed in greater length below
in sections 4. and 5.).
 
Figure 2. Contribution of edge-effects to the signal pattern commonly encountered during assay validation.
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 Figure 3. Signal profiles potentially encountered during assay validation.
• Figure 3C: Bulk-reagent dispensers are one of the most widely used liquid handlers for
screening. In between dispensing, the reagents are usually kept in the tubings. For long
delays between plate dispensing (as in a complex automation protocol), heterogeneous
components in the reagent can settle in the tubings, creating gradient zones of material,
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which is then pushed to the plate in the next dispensing cycle. The pattern observed in the
plot might not be evident without considering that in a 384-well plate, an 8-channel liquid
handling cassette dispenses fluid every other row to be later offset by a row in the return
dispensing steps. In addition, the tubing length and the way it is tangled affect the shape of
the pattern. To prevent this, one can use the “empty/prime” mode, whereby the solution is
reverted to the reagent source after plate dispensing. An alternative is to use prolonged
priming of the solutions between dispensing in order to discard existing reagent in the
tubings.
• Figure 3D: The background signal increases over time due to degradation of the substrate
in an enzymatic assay from the spectroscopically silent species to the active form. This is a
typical example of autohydrolysis of a fluorogenic substrate, whereby the quenching moiety
in the molecule is released, leading to buildup of the fluorescent label. This issue becomes
problematic at larger-scale screening projects that require prolonged screening times.
However, modest upward shifts in the background signal have no major impact due to
normalization with internal controls, further demonstrating the importance of including
such internal controls in each plate.
4. Considerations
There are several important factors to consider during assay validation for a successful




It is preferable to use the same batch of a particular reagent during assay validation and the
entire screening campaign in order to reduce variations that result from (Figure 3A):
• Differences in biological activity: For instance, the folding of purified proteins can be
inconsistent between productions, leading to changes in enzymatic activity, binding
affinities with ligands or solubility. The response in cellular assays can display marked
variations between batches, particularly when using cells with very different passage
numbers.
• Differences in concentration: Often times, the concentration of substrate or cofactor in an
enzymatic assay is at or below the Km due to solubility issues or due to excessive cost, making
the assay very sensitive to subtle concentration changes.
• Differences in purity: This is notable in the presence of mixtures of active and inactive
species. Such cases can be observed in samples with different post-translational status
(proteins) or when using chiral compounds (substrates or inhibitors).




An extremely important point to consider in validating an assay is the stability of each reagent
that comprises the assay, which could alter screening strategies considerably. Besides the
inevitable inherent chemical or biological properties that hinder long-term stability (Figure
3D), the most common reasons to consider are contamination (e.g. mycoplasma in mammalian
cells, proteases in purified proteins) and freeze/thaw effects.
4.1.3. Sequence of reagent addition
The sequence in which reagents are combined in the assay plate could influence significantly
the degree of inhibition or activation by compounds to be screened or used as positive controls,
which may be reflected during the validation procedure. Taking as an example a biochemical
binding assay such as TR-FRET or FP (Table 1), the outcome for each of the five cases could be
different if there is no sufficient equilibration (incubation) time. In such conditions, cases 1 and
4 would display a more pronounced inhibition/activation value. In some cases, there could be
differences between dispensing of the compound into an empty plate (cases 4 and 5) and
dispensing the compound to an aqueous solution (cases 1-3), especially when the compound
is being transferred from a DMSO stock.
The choice of the order of reagent addition is often limited by the availability of instrumenta‐
tion or convenience in automation. Some devices allow for accurate compound transfer to dry
surfaces (e.g. acoustic-based devices), while others require a wet surface (pintool systems).
When using automation decks with only a single bulk-dispenser, it is normal to dispense a
pre-mixed solution of protein and probe (cases 2, 4 and 5).
Case Sequence of reagent addition
1 Protein →  compound →  probe
2 Protein →  probe →  compound
3 Probe →  compound →  protein
4 Compound →  protein →  probe
5 Compound →  probe →  protein
Table 1. Possible ways of combining reagents in a biochemical binding assay for HTS.
4.2. Consumable composition
Wide ranges of consumables are used in almost every step of an HTS assay. The selection of
these consumable materials is highly dependent on the instrument types that will be employed
to perform the assay and other budgetary constraints. Microtiter plates, disposable tips,
dispenser tubing cartridges and cell culture tools are some examples of consumables that come
in direct contact with the assay reagents. Therefore, these products need to be selected with
caution and kept consistent throughout the course of the assay validation and the screening
endeavor to achieve maximum data reproducibility.
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4.2.1. Consumable batch/lot variations
The batch of the consumable items is an important factor that plays a crucial role in the final
data quality. Proper records of the batch information of all the reagents and the consumable
products used for an assay should be documented as part of the assay validation report. For
instance, the screener may experience unexpected intermittent drift effects if varied batches of
plates are used on different days of a screening project. Material drift effects may be caused
by a manufacturing fault in a particular plate batch. The disruption of the overall assay quality
due to drift can be caught during the 3-day validation experiments and be avoided in the
proceeding screening runs so long as the single batch of plates, which passed the validation
criteria, are consistently used.
4.2.2. Leaching and adsorption behavior of consumables
One of the main concerns with the plastic consumable materials used in liquid handling tasks
is the leaching behavior of the plastic labware. It is known that chemical impurities leaching
out of the plastic disposable tips, reagent reservoirs and assay/compound storage plates may
interfere with the biological reagents resulting in deceptive assay readouts [10-12]. The
leachates are mostly released from the plastic labware due to the exposure of the plastic
surfaces to strong solvents, such as DMSO. If this behavior is providentially detected at the
assay validation phase, alternative solutions may be conceived to pursue the assay with
minimal interruption. On the other hand, cell culture media loaded with proteins and other
essential nutrients tend to react with certain plastic reservoir materials leading to formation
of contaminants affecting the overall health of the cells in subject. One way to test this
phenomenon would be to store the cell suspension in the reservoir for the anticipated screening
time, after which the final solution should be visually and quantitatively examined for any
unpredicted properties.
Consumable labware is something to be vigilant about when used in HTS assays because of
its potential for absorbing the test chemicals or other assay reagents. In a study by Palmgren
et al., it was shown that negatively charged polystyrene surfaces absorb lipophilic and
positively charged basic drug compounds leading to unreliable final drug concentrations,
although this effect may be negligible at high drug concentrations and proper buffer conditions
[13]. In another study, it was demonstrated that the polypropylene tips used by automated
liquid handling instruments adsorb certain compounds, therefore, increased contaminant
concentrations are observed with lower transfer volumes [14]. It was also mentioned that the
discrepancy in the transfer volume is enhanced if the polypropylene tips are used for serial
dilution experiments with aqueous diluents.
In biochemical assays, non-specific binding of the enzyme to the plastic components (namely
dispense tubing cartridges) of the high throughput bulk dispensing instruments is a concern‐
ing phenomenon (Figure 3C). Especially because the consequences of the binding effect may
only become obvious when dispensing large number of plates; the issue may be easily
overlooked in the assay validation. One can avoid sticking of the enzyme to the plastic tubing
elements by coating their surfaces with blocking agents, such as protein blockers or non-ionic
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detergents [7]. Alternatively, the blocking agents may be added to the assay buffer as long as
they do not interfere with other assay components.
4.3. Plate type selection
The selection of the appropriate assay plate type is important and mainly depends on the assay
detection method. The light reflecting properties of the assay plate surfaces profoundly affect
the final signal intensities, background noise levels and well-to-well crosstalk. Black, solid
bottom, opaque-walled plates are recommended for fluorescence-based reading technologies
to achieve lower background signal and minimal crosstalk, while white plates are good for
luminescence signal detection to enhance light output. On the other hand, clear-bottom plates
are needed for colorimetric assays, as well as for cell-based assays, where the cells need to be
monitored by microscopy throughout the course of the experiment.
Despite these general selection guidelines, a suitable assay plate type should be carefully
chosen in compliant with the overall project goals. For instance, in a luminescence assay with
low signal window and relatively high assay volume/well, where the “hit” compound is
defined as the test sample that causes a drop in the signal intensity in comparison to the
negative control, detection of the “hits” may be impaired if white plates are used. That is
because a well containing the active compound with low signal intensity would be surrounded
by several inactive wells with high signal intensities, and the crosstalk from the surrounding
wells would greatly alter the original signal magnitude in the active well leading to increased
false negative rates. In such luminescence assays, where the scientist is aiming to detect a signal
decrease, black plates would be more appropriate to conduct the experiment.
High content assays commonly require specially designed microtiter plates to attain the
maximal scan performances, when high content imagers are used. These plates are generally
intended to have optically clear, very thin and uniform well bottoms to ensure high quality
images. Additionally, the assays that require fixation and staining processes, and involve
multiple washing steps may necessitate plates that enhance cell retention. For this purpose,
plates with poly-D-lysine, poly-L-lysine and collagen-coated surfaces are available to promote
cell adhesion and growth.
Many more types of plates are offered for different assay methodologies, such as low attach‐
ment plates for cell-based assays using cells in suspension, and non-specific binding surface
plates for protein-binding experiments. Besides, selection of the correct plate type for multiplex
assays may require extra effort and testing process, especially if luminescence and fluorescence
signals are being measured within the same plate. Performing a detailed search of the available
plate options for the assay of interest is a time worthy practice, which would eventually save
the scientist from developing and validating the assay repeatedly.
4.4. Incubation conditions
In high throughput practices, a large number of plates are processed on a daily basis, and the
environment in which the plates are stored during the screening runs exerts high impact on
the assay data quality. Automation compatible incubators are manufactured to optimize
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storage conditions for high-density plates while maximizing space utilization. Incubators with
wide range of storage capacities and temperature settings are available in the market. Obvi‐
ously, optimum cell culture conditions need to be maintained particularly for the assays
conducted with living organisms. Therefore, choosing a good quality incubator that can
maintain sufficient air circulation throughout the storage chamber is crucial to achieve a
uniform temperature gradient inside the unit and to assure consistent data quality plate- and
experiment-wise.
Failure to sustain even distribution of temperature and gasses (i.e. carbon dioxide, nitrogen
and oxygen) inside the incubator often results in significant edge effects (Figure 2). In some
instances, the wells facing the center of the storage unit are exposed to higher temperatures,
or vice versa, resulting in higher evaporation rates in those wells, which subsequently lead to
varied effective drug concentrations in different regions within the plates. In such cases, it may
be necessary to normalize the data for row-wise, column-wise or bowl-shape edge effects.
Various statistical algorithms, such as median polishing, B-score and BZ-score [15, 16], may
be applied to reduce these patterns. However, it may sometimes be inevitable to repeat the
screening experiment. Non-uniform incubation conditions may also result in spatial patterns.
As an example, plates located at the top of the stackers may be exposed to lower temperatures
with respect to the plates at the bottom. Since these patterns are observed in an experiment-
wise fashion, they may be less of a concern for the researcher who always includes in-plate
controls for “hit” picking purposes, so long as the biological activity is not compromised by
the perturbed temperature distribution. Some temporal or spatial patterns may also be caused
due to the over-crowdedness of the plates inside the incubation chamber. To avoid this pitfall,
one can choose to allocate the plates more sparsely on the stackers allowing improved air
circulation around each plate, although the capabilities of the automation software and the
robotics may be a limiting factor. Such decision needs to be made on a case-by-case basis, taking
into consideration the impact of the variations caused by the incubators, and the capacity of
other instruments used.
4.5. Proper use of internal assay controls
4.5.1. Non-biologically vs. biologically-relevant controls
In an HTS assay, selection of the experimental controls is a major factor in screen quality
valuation and “hit” picking process. It is very important to use well-defined controls that suit
the assay objectives the best. When choosing positive and negative controls for an assay, the
screening scientist should always be aware of the biological question that is aimed to be
answered by conducting the screening campaign. For instance, one can prefer to use a known
inhibitor compound as a positive control in a biochemical assay to identify “hit” compounds
that display higher inhibitory potency than the control compound. Instead, in the same assay,
one can choose to simply omit the enzyme and use the “no enzyme” condition as the positive
control (to mimic “100% inhibition”) to follow a different normalization approach for “hit”
selection, especially when there is no known inhibitor, or the known inhibitor is prohibitory
expensive. Screening of the same sample library with two different control setups, with and
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without biological relevance, could result in varied “hit” lists, despite the same “hit” cut-off.
Thus, it is an important concept to consider whether to choose a non-biological control over a
biologically relevant control.
Preferably, biological/chemical relevance is sought while choosing controls in any experimen‐
tal design, meaning that the mechanism of action of the controls should be pertinent to the
biology that is being studied. As an example, staurosporine is a popular control compound
used in cytotoxicity assays to induce cell death. Studies have shown that staurosporine can
mediate cell death through apoptosis or necroptosis pathways in caspase-dependent or -
independent manners [17, 18]. Depending on the mechanism of interest, its caspase depend‐
ency and the timing of cell death, staurosporine may not be a suitable biologically relevant
positive control for all cell viability assays.
Under certain circumstances, the use of artificial controls is inevitable, especially due to the
lack of suitable biological control agents for some assay designs. Omitting essential experi‐
mental components; such as probes or cells, from the biological system to mimic 100%
inhibition might artificially lead to lower standard deviations than when biologically relevant
controls are used. Although not ideal, using artificial controls has become a common practice
in some HTS campaigns due to various limitations. Hence, it is critical to know what have been
used as assay controls when comparing the performance of similar screens performed by
different groups.
4.5.2. Interaction of positive controls with reagent
The control agents used in the assay validation process play a significant role in foreseeing the
potential issues in the proceeding large-scale screening runs. While some of these problems
may be very obvious from the statistical analyses and can be easily fixed, some less obvious
issues may be simply overlooked. For instance, control compounds containing certain
chemical structures may modulate the activity of the reporter luciferase enzyme in the assay
detection kit. If the insidious reaction mechanism of the control compound of interest is not
well established, the output signal may be misinterpreted and confused with real biological
response. Similar phenomenon may be experienced with autofluorescent or fluorescence-
quenching compounds in fluorescence-based assays. Although one needs to be vigilant about
using these compounds as controls, they may still be utilized in the absence of “real” biological
controls.
4.5.3. Hill slope steepness and “medium” signal stability
The compound concentration used to generate the “medium” signal in the assay validation is
typically around the EC50 value for a potent compound. However, the reproducibility of the
“medium” signal can be severely affected if the Hill slope of the corresponding dose-response
curve is very steep (i.e. high coefficient values), as small disparities in the concentration of the
control amplifies signal variation. To avoid this, a moderately potent compound, if available,
can be used at higher concentration (e.g. EC90) to generate the “medium” assay signal.
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4.5.4. Stability and solubility of positive controls
It is important to gather as much information as possible regarding the stability of positive
controls, some of which may become evident during assay validation. Factors to consider
include:
• Compound solubility in the stock solution (DMSO) and buffer/media of the assay at the
concentrations to be screened
• Multiple freeze/thaw cycles can cause compound precipitation
• Compound precipitation or degradation over time in DMSO or buffer/media within the
same screening run due to autohydrolysis or oxidation
• Light-sensitive compounds
4.5.5. Appropriate washing protocols for liquid transfer components when dealing with “persistent-
binding” positive controls
Liquid handling devices with permanent or reusable components that are in contact with the
compounds are predisposed to contamination (Figure 3B). Such is the case when dealing with
pintool systems or pipettes with fixed tips. Persistent binding of these chemicals can be
prevented by extensive washing or using a more adequate washing solution. For instance, the
standard DMSO/isopropanol washing cycles for pintool devices are not suitable for inorganic
salts used as positive controls. Instead, acidic aqueous solutions are needed as first step to
remove the salt precipitates at the pins.
4.5.6. Negative control selection
Typically, the negative control in the screening of small molecules is the solvent in which the
test compounds are dissolved. DMSO is one of the standard solvents for dissolving chemical
compound libraries in drug discovery. All biological assays are sensitive to certain DMSO
levels, which should be determined beforehand. This information is crucial to finalize the
screening workflow, such as whether intermediate-dilution plates with lower DMSO content
would be needed.
5. Potential limitations
Unforeseen problems can still arise during screening even after a thorough validation of an
assay. These complications become evident when handling much larger numbers of plates
than tested in the assay validation process. Therefore, it is imperative to scrutinize the data
after each run during screening, particularly at the initial stages. Figure 4A illustrates a scenario
(using simulated data) within a single screening run, where the first few plates behave as
expected, but the positive control precipitates over time at the pins of the pintool device due
to inappropriate selection of pin washing protocols, causing significant reduction in com‐
pound transferred with concomitant increase in signal variation.
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Even after the first few successful runs, data quality can be significantly compromised at a later
period. The case depicted in Figure 4B resembles a large screening campaign, where the reagent
decomposes slowly (in a time-frame of weeks or months), resulting in a reduction of Z’-factor.
Figure 4. Examples of actual screening problems not revealed during initial assay validation.
6. Conclusion
HTS plays a major role in early drug discovery, but the massive amount of data generated in
these endeavors can come with a high price tag in terms of effort, time and cost. Assurance of
a successful screening campaign depends largely on the quality and reliability of the assay,
which should be scrutinized using standard validation protocols that examine every possible
scenario for potential setbacks. If possible, the assay validation process should include as
closely as possible all the experimental conditions, mimicking an actual screening run.
Abbreviation
HTS: high throughput screening
FP: fluorescence polarization
FA: fluorescence anisotropy
FRET: fluorescence resonance energy transfer
TR-FRET: time-resolved FRET
stdev: standard deviation
CV: coefficient of variation
DMSO: dimethyl sulfoxide
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